The genome constitution of tetraploid Roegneria alashanica Keng has been in question for a long time. Most scientific studies have suggested that R. alashanica had two versions of the St genome, programmed to run 95˚C for 2.5 min followed by 30 cycles of a denaturing step of 95ºC for 2.5 min, an annealing step of 55ºC for the Y genome marker, and an extension step of 72ºC for 5 min.
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Introduction
The taxonomy and nomenclature of the tribe Triticeae, which contains many important North American and Asian cool-season forage grasses, has been and continues to be in a state of taxonomic uncertainty (Jensen and Anderson 2014; Wang and Lu 2014) . In the broad-sense, Elymus L. is comprised of approximately 150 perennial species with the largest geographical distribution, where it extends from North America into Europe, South America, and Australia (Barkworth et al. 2007) . The Elymus complex is comprised of allopolyploids with chromosome numbers ranging from 2n=4x= 28 to 2n=8x=56 (Liu et al. 2006) . Genome combinations occurring within Elymus species include StH, StP, StY, StStY, StHY, StYW, and StYP (Dewey 1984; Baum et al. 1991; Wang et al. 1995; Larson et al. 2003; Yen and Yang 2009) , where St genome came from the genus Pseudoroegneria (Nevski) Á. Löve (Dewey 1980; Wang et al. 1995) , H genome from Hordeum L., P from Agropyron J. Gaertn., and W from Australopyrum (Tzvelev) Á.
Löve. To date, the donor of the Y genome present in the majority of the Asiatic Elymus species
has not yet been identified (Wang et al. 1995; Wang and Lu 2014) . Yen et al. (2005a) suggested that Elymus s.l. be divided into Elymus sensu stricto (StH genomes), Roegneria (StY genomes), D r a f t bivalent chromosome pairing in allotetraploid StY species, Dewey (1980) and others (Jensen 1990, Torabinejad and Mueller 1993) concluded that the St and Y genomes were not related. Based on molecular markers and gene sequences, Gao et al. (2014) and Hu et al. (2015) Roegneria alashanica Keng is a tetraploid perennial species (2n = 4x =28) with awnless lemmas and glumes length about half the length of the first lemma (Yu et al. 2010 ). Cai (1997 treated R. alashanica in the genus Roegneria and reduced R. elytrigioides to a taxonomic variety Lu. Using the random amplified polymorphic DNA (RAPD) described by Wei and Wang (1995) , Ding et al. (2005) programmed to run 95˚C for 2.5 min followed by 30 cycles of a denaturing step of 95ºC for 2.5 min, an annealing step of 55ºC for the Y genome marker, and an extension step of 72ºC for 5 min.
The PCR product was mixed with 10X loading dye solution by using 7 µl of the total 25 µl PCR reaction product and 3 µl of loading dye, and then analyzed by electrophoresis on a 2% agarose gel.
DNA profiles were recorded using an UVP 2UV Transilluminator imaging system. The size of the fragments was estimated using 100 bp ladders.
Results and Discussion
All 11 and 18 plants of E. longearistatus accession PI 401278 and PI 401282, respectively, produced an intense band of the Y-genome specific STS marker, B14(F+R) 269 (Table 1 ). In addition to the most intense band of 269bp, there were bands around 600bp and 900bp (Fig. 1A Á . Löve, and the W genome of Australopyrum. Most recently, Zhang et al. (2016) found that the two HMW-GS genes of R. alashanica were from two St genomes undergoing slight differentiation.
In contrast, only one study concluded that R. alashanica had the genome constitution StY (Lei et al. 2016) . 
